INTRODUCTION
It is well established that reassortment between isolates from different host species can 23 generate viruses with pandemic potential. The detection of avian influenza H9N2 viruses in 24 domestic pigs and humans clearly creates opportunities for such reassortment events (5, 49). In generate appropriate conditions for the development of reassortant viruses. Indeed, inter-subtype 1 reassortment has been detected between co-circulating H9N2 and highly pathogenic H5N1 or H7N3 2 viruses in China (16, 51) and Pakistan (6, 18) . The circulation of H9N2 viruses throughout Eurasia, 3 along with their ability to infect mammals and humans and the potential for future reassortment, 4 clearly raises concern about their pandemic potential. 5 While the genetic and antigenic evolution of H9N2 viruses in China is well documented, 6 information on the genetic properties of those H9N2 viruses circulating in Central Asia and the 7 Middle East is limited to studies of few strains collected in a single country (1, 15, 17, 18, 27, 34, 8 34, 41). To explore the genetic characteristics, as well as the spatial and evolutionary dynamics of For each of the eight genome segments, maximum likelihood (ML) trees were estimated using the 3 best-fit general time-reversible (GTR)+I+Γ 4 model of nucleotide substitution using PAUP* (47). 4 Parameter values for the GTR substitution matrix, base composition, gamma distribution of among-5 site rate variation (with four rate categories, Γ 4 ), and proportion of invariant sites (I) were estimated 6 directly from the data using MODELTEST (37). A bootstrap resampling process (1000 replications) 7 using the neighbor-joining (NJ) method was used to assess the robustness of individual nodes on the 8 phylogeny, incorporating the ML substitution model defined above. clock-like evolutionary behaviour. We also compared two nucleotide substitution models: a GTR + 19 Γ 4 model similar to that described above and a codon-based SRD06 model. In all cases the SRD06 20 model performed better than the GTR + Γ 4 model, as previously demonstrated for a large set of 21 RNA viruses (39) . In all cases, uncertainty in the data is reflected in the 95% highest probability 22 density (HPD) values for each parameter estimate, and in each case chain lengths were run for 23 sufficient time to achieve coverage as assessed using the Tracer v1.5 program (11). Finally,
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Maximum Clade Credibility (MCC) phylogenetic trees were estimated from the posterior removal of an appropriate burn-in (10% of the samples). The MCC trees were visualized using the Viruses from Pakistan (2006 Pakistan ( -2008 , Afghanistan (2008 Afghanistan ( -2009 The mean substitution rates for all segments were found to be within the range typically 168, 198 and 234 (160, 190, 226 in H3 numbering) antigenicity. This finding is compatible with the idea that the mass vaccination of poultry adopted 10 in many of these countries is a major factor driving the evolution of the H9N2 viruses. Among the 
